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fig. S1. Phylogenetic relationship of the NS gene segment of IBVs. Phylogenetic
relationship of the NS gene segment of IBVs (n = 431) were reconstructed using a time-
resolved Bayesian evolution method. Colors represent different evolutionary lineages
(Black, early strain circulating before Victoria and Yamagata lineage bifurcation; light
orange, Victoria lineage; light purple, Yamagata lineage; and light red, Czechoslovakia

lineage). A GenBank accession number was indicated for each gene sequence.
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fig. S2. Phylogenetic placements of each genetic segment of two IBV vaccine viruses.
Phylogenetic locations of each genetic segment of two vaccine viruses (Victoria lineage
B/Brisbane/60/2008, Bris-Vc and Yamagata lineage B/Wisconsin/01/2010, Wisc-Ym)
that were used for polymerase activity and growth kinetics analyses were represented

using the same MCC trees of Fig. 1.



